SNPs demonstrating transmission disequilibrium lie within evolutionarily conserved regions. Visualization tools for alignment (VISTA) output for relevant regions of ATP10C genomic sequence. Gene annotations are provided above the graphs. Peaks indicate regions of homology between human and mouse genomic sequence. Peaks achieving greater than 75% homology are shaded; light purple denotes coding exons, light blue untranslated exons and pink noncoding/intronic conserved sequence. Positions of exons are illustrated by shaded boxes above the sequence plots. Map location of SNPs yielding evidence for association with autism are highlighted by arrowheads and labeled accordingly.
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